The genus Confluentibacter was proposed by Park et al. [1] for Gram-stain-negative, aerobic, non-motile and rodshaped strains, and the genus was represented by a single species, Confluentibacter lentus, which was isolated from the junction between the ocean and a freshwater lake at Hwajinpo on the East Sea, South Korea. Phylogenetically, the genus Confluentibacter belongs to the family Flavobacteriaceae within the phylum Bacteroidetes. A bacterial strain, designated XJNY T , was isolated from lake samples, and subjected to further taxonomic investigation. In this study, the taxonomic position of this bacterial strain was established by using a polyphasic approach that included the determination of phenotypic and chemotaxonomic properties, as well as phylogenetic investigation based on 16S rRNA gene sequences and genetic analysis.
The novel strain was isolated from a lake sediment sample collected from Sayram Lake (44 30¢ 30.41 † N 81 12¢ 39.55 † E), Xinjiang Province, north-west China. The isolate was cultured by the dilution method [2] . Briefly, the lake sediment was diluted serially in sterile distilled water, and each serial dilution was then spread on marine agar 2216 (MA; Becton Dickinson) and incubated at 28 C for 7 days. Strain XJNY T formed circular (0.5-1.5 mm in diameter), convex, smooth, yellow-pigmented colonies with entire margins on MA medium. The colonies was picked and purified on the same medium. Subcultivation was performed routinely on modified MA (prepared according to MA formula, but with 1 % NaCl, w/v) at 33 C for 4 days under aerobic conditions, and the strain was preserved at À80 C in sterile 1 % (w/v) saline supplemented with 15 % (v/v) glycerol. For comparative analyses of phenotypic characteristics and fatty acid composition, C. lentus KCTC 42777
T was used as a reference strain, which was cultured under the same conditions as strain XJNY T , unless specified otherwise.
The 16S rRNA gene of the strain was amplified by PCR with universal primers [2] . The purified PCR product was ligated into pMD18-T (Takara) and cloned according to the manufacturer's instructions. The DNA G+C content of the DNA was determined by the HPLC method as described by
Mesbah et al. and lDNA (Takara) was used as a standard [3] . The almost-complete 16S rRNA gene sequence of strain XJNY T (1474 bp) was submitted to GenBank and EzBioCloud to search for similar sequences using the BLAST algorithm. Phylogenetic trees were reconstructed using the neighbourjoining, maximum-likelihood and maximum-parsimony methods in MEGA version 7.0 [4] . The resultant tree topologies were evaluated by bootstrap analysis based on 1000 replicates [5] . Phylogenetic analysis (Fig. 1) showed that strain XJNY T formed a distinct cluster with C. lentus KCTC 42777 T (with which it shared 97.8 % 16S rRNA gene sequence similarity). The results, in which the 16S rRNA gene sequence of strain XJNY T was found to show no more than 97.8 % similarity to the corresponding sequences of established species, indicated that strain XJNY T represented a novel species in the genus Confluentibacter [6] . Similar tree topologies were found in the trees generated by the maximum-likelihood and maximum-parsimony algorithms (Fig. 1) .
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Algibacter psychrophilus PAMC 27237 T (KJ475138) The draft genome sequences of strain XJNY T and C. lentus KCTC 42777
T were sequenced at Beijing Novogene Bioinformatics Technology using the Illumina HiSeq 2500-PE125 platform with MPS (massively parallel sequencing) Illumina technology. The average nucleotide identity (ANI) was calculated using JSpecies software version 1.2 [7] . Draft genome sequencing of strain XJNY T yielded a genome of 3 519 819 bp in length after assembly, producing 49 contigs. The G+C content of the bacterium, calculated from the draft genome sequence, was 34.5 mol%, which correlated with the data obtained by HPLC (34.3 mol%). Draft genome sequencing of C. lentus KCTC 42777
T yielded a genome of 3 348 624 bp in length after assembly, producing 32 contigs. The G+C content of the bacterium, calculated from the draft genome sequence, was 34.4 mol%. The ANIb value between strain XJNY T and C. lentus KCTC 42777 T was 86.9 %. This ANI value was lower than the proposed species cut-off of 95-96 % [7] .
Growth ranges and optimum of temperature were indicated by visible colonies on modified MA at 4-45 C (4, 10, 15, 20, 25, 28, 30, 33, 37, 40, 42 and 45 C). The pH range for growth was determined in modified marine broth 2216 (prepared according to marine broth 2216 formula, but with 1 % NaCl, w/v) (MB; Becton Dickinson) by measuring OD 600 values of the cultures after incubation for 4 days at 33 C. The pH of the medium was adjusted to 5.5-9.5 (at intervals of 0.5 pH units) by the addition of HCl or NaOH using the following buffering system: MES pH 5.5-6.0, PIPES pH 6.5-7.0, HEPES pH 7.5-8.0, Tricine pH 8.5 and CAPSO pH 9.0-9.5. Salt tolerance was tested at 33 C by using NaCl-free MA (prepared according to the marine agar 2216 formula, but without NaCl) with different NaCl concentrations (0, 0.5, 1, 2, 3, 4, 5, 6, 7, 8, 9 and 10 % final concentration, w/v). Colony growth was recorded every 12 h.
The Gram reaction was determined by using the bioM erieux Gram-stain kit according to the manufacturer's instructions. Cell size, morphology and motility were examined by light microscopy (E600; Nikon). Gliding motility was determined as described by Bowman [8] . Growth under anaerobic (10 % H 2 , 10 % CO 2 and 80 % N 2 ) and microaerobic (5 % O 2 , 10 % CO 2 and 85 % N 2 ) conditions were determined after incubation for 14 days in an anaerobic jar with or without 0.1 % (w/v) KNO 3 . Reduction of nitrate, catalase, oxidase and lipase (Tweens 20, 40, 60 and 80) and hydrolysis of agar, starch and cellulose were tested according to Dong and Cai [9] . The presence of flexirubin-type pigments was investigated using 20 % (w/v) KOH solution [10] . Antibiotic sensitivity was assessed as described by the Clinical and Laboratory Standards Institute: a cell suspension (McFarland standard 0.5) was swabbed over the surface of modified MA medium to create a uniform lawn before aseptic placement of antibiotic discs onto the agar surface. Inoculated plates were incubated at 33 C for up to 5 days [11] .
The substrate oxidation profile was obtained by using Biolog GEN III microplates following the manufacturer's protocol. API 50 CHB fermentation kits (bioM erieux) were used for determining acid production from carbohydrates. Various biochemical characteristics and additional enzyme activities were determined using API 20E strips and the API ZYM system (bioM erieux).
For extraction of respiratory quinones, cells grown in modified MB for 3 days at 33 C were harvested and subjected to freeze-drying. A silica-gel TLC plate was used to analyse the quinone type, and the content of each quinone type was subsequently analysed via HPLC [12, 13] . The predominant isoprenoid quinone found in strain XJNY T , menaquinone-6 (MK-6), was the same as that found in recognized members of the genus Confluentibacter.
Fatty acid methyl esters of strains XJNY T and C. lentus KCTC 42777
T grown on modified MA plates for 3 days at 33 C were extracted according to the standard protocol of MIDI (Sherlock Microbial Identification System, version 4.5). Fatty acids were prepared and analysed by using an Agilent 6890N gas chromatograph and identified using the TSBA40 database of the microbial identification system [14] . The dominant fatty acids of strain XJNY T were iso-C 15 : 0 , iso-C 15 : 1 G, anteiso-C 15:0 , iso-C 15 : 0 3-OH, C 17 : 0 2-OH and iso-C 17 : 0 3-OH. As shown in Table S1 (available in the online Supplementary Material), the major fatty acids of strain XJNY T and the reference strain were the same, supporting the assignment of strain XJNY T to the genus Confluentibacter. However, strain XJNY T could be also differentiated from C. lentus KCTC 42777
T by the presence of anteiso-C 17 : 1 !9c (Table S1 ).
Analyses of polar lipids were carried out by the Identification Service of the Leibniz-Institut DSMZ -Deutsche Sammlung von Mikroorganismen und Zellkulturen GmbH. Polar lipids were extracted from freeze-dried material from strain XJNY T [15] , and separated by two-dimensional silica gel TLC. Total lipid material was detected using molybdatophosphoric acid, and specific functional groups were detected using spray reagents specific for defined functional groups. Full details are given in Tindall et al. [16] . The polar lipid profile consisted of phosphatidylethanolamine, an unidentified phospholipid, two unidentified aminolipids and four unidentified lipids (Fig. S1) .
Cells of strain XJNY
T were Gram-stain-negative, rodshaped, approximately 0.3-0.4 µm in width and 0.9-1.9 µm in length (Fig. S2 ). Colonies were smooth, circular, convex and 0.5-1.5 mm in diameter on the modified MA plate. The bacterium grew at temperatures of 4-37 C (optimum 33 C) and at pH 6.5-8.5 (optimum pH 7.5). Growth occurred in the presence of 0-4 % (w/v) NaCl, and optimally without salt. Weak growth was observed under microaerobic conditions on modified MA medium with or without 0.1 % (w/v) KNO 3 . Moreover, strain XJNY T was susceptible to lincomycin (2 µg), rifampicin (5 µg), erythromycin (15 µg), ceftriaxone (30 µg), acetylspiramycin (30 µg), vancomycin (30 µg) and chloromycetin (30 µg), but resistant to ofloxacin (5 µg), norfloxacin (10 µg), neomycin (30 µg), streptomycin (10 µg), tetracycline (30 µg), kanamycin (30 µg), gentamicin (10 µg), cefotaxime (30 µg), penicillin G (10 µg), tobramycin (10 µg) and ampicillin (10 µg).
Strain XJNY
T exhibited phenotypic similarities to C. lentus KCTC 42777 T , including being Gram-stain-negative, rodshaped, yellow-coloured, having positive reactions for catalase, alkaline phosphatase, leucine aminopeptidase, valine aminopeptidase, naphthol-AS-BI-phosphohydrolase and esterase lipase (C8) and being positive for acid production from L-arabinose and D-xylose. Negative reactions were observed for lipase (C14), cystine aminopeptidase, indole and H 2 S production, and hydrolysis of agar and Tween 80. Furthermore, the DNA G+C content of strain XJNY T was 34.5 mol%, which is similar to that of C. lentus KCTC 42777 T (34.4 mol%). The detailed results of physiological and biochemical analyses are given in Table 1 
EMENDED DESCRIPTION OF THE GENUS CONFLUENTIBACTER PARK ET AL. 2016
The main characteristics are as given by Park et al. (2016) [1] . In addition, strains may be oxidase-negative. Nitrate reduction is negative. The major fatty acids are iso-C 15 : 0 , iso-C 15 : 1 G, iso-C 15 : 0 3-OH and iso-C 17 : 0 3-OH. Two aminolipids are also included in the profile of major polar lipids. The DNA G+C content is 34.0-35.0 mol%.
DESCRIPTION OF CONFLUENTIBACTER CITREUS SP. NOV.
Confluentibacter citreus (ci.tre¢us. N.L. masc. adj. citreus lemon-coloured).
Cells are Gram-stain-negative, aerobic, non-gliding, rodshaped, approximately 0.3-0.4 µm in width and 0.9-1.9 µm in length. Colonies are circular, smooth, convex, yellow and 0.5-1.5 mm in diameter after 4 days of incubation at 33 C on modified MA medium. Flexirubin pigments are not produced. Growth occurs at 4-37 C (optimum, 33 C), between 0 and 4 % (w/v) NaCl (optimum, 0 %) and at pH 6.5-8.5 (optimum, pH 7.5). Acid is produced from L-arabinose, D-xylose, aesculin, starch, D-tagatose and potassium 5-ketogluconate. Hydrolyses Tween 40. Does not hydrolyse Tweens 20, 60, 80, starch, CM-cellulose or agar. Positive for catalase, alkaline phosphatase, leucine arylamidase, esterase lipase (C8), bgalactosidase, valine arylamidase and naphthol-AS-BI-phosphohydrolase activities, but negative for oxidase activity, indole production, H 2 S production and nitrate reduction. Cells are positive for Simmons' Voges-Proskauer reaction and sucrose, but negative for o-nitrophenyl b-D-galactopyranoside, arginine dihydrolase, lysine decarboxylase, ornithine decarboxylase, citrate utilization, urease, tryptophan deaminase, gelatinase, glucose, mannitol, inositol, sorbitol, rhamnose, melibiose, amygdalin and arabinose. In carbon source oxidation tests, positive for maltose, cellobiose, gentiobiose, raffinose, a-D-lactose, D-mannose, D-fructose, D-gluctose 6-phosphate, pectin, methyl pyruvate, Tween 40, D-fructose 6-phosphate, L-glutamic acid, a-ketobutyric acid, sucrose and stachyose. MK-6 is the main respiratory quinone and iso-C 15 : 0 , iso-C 15 : 1 G, anteiso-C 15:0 , iso-C 15 : 0 3-OH, C 17 : 0 2-OH and iso-C 17 : 0 3-OH are the predominant fatty acids. The major polar lipids are phosphatidylethanolamine, an unidentified phospholipid, two unidentified aminolipids and four unidentified lipids.
The type strain, XJNY T (=KCTC 52638 T =MCCC 1H00183 T ), was isolated from a sediment sample collected from Sayram Lake (44 30¢ 30.41 † N 81 12¢ 39.55 † E), Xinjiang Province, north-west China. The DNA G+C conntent of the type strain is 34.5 mol%. W, weakly positive. All data are from this study. Both strains were Gram-stain-negative, rod-shaped, and positive for catalase, alkaline phosphatase, leucine aminopeptidase, valine aminopeptidase, esterase lipase (C8) and naphthol-AS-BI-phosphohydrolase, and acid production from L-arabinose, D-xylose. All strains were negative for lipase (C14), cystine aminopeptidase, indole and H 2 S production, and hydrolysis of agar and Tween 80. 
